ABSTRACT Here, we report the genome sequences of two Arthrobacter sp. strains isolated from potato and capable of degrading the toxic potato-derived glycoalkaloids (GAs) ␣-chaconine and ␣-solanine. Information from the genome sequences will provide insight into the genetic mechanism of GA degradation by these isolates.
rRNAs, 51 tRNAs, 3 noncoding RNAs [ncRNAs] ), compared to 3,119 CDS and 72 RNA genes (4 rRNAs, 65 tRNAs, 3 ncRNAs) for Arthrobacter sp. S41.
Carbohydrate-active enzymes (CAZymes) were identified using a local version of dbCAN v6.0 (E value cutoff, 1.0e-5) (7). A total of 283 predicted CAZy domains were identified, including 141 glycoside hydrolases (GHs) in Arthrobacter sp. S39 and 39 GHs in Arthrobacter sp. S41. The genomes of both strains encode GHs organized in gene clusters containing ␣-L-rhamnosidases, ␤-D-glucosidases, and ␤-D-galactosidases, which are candidate enzymes for GA degradation with potential application in the removal of toxic GAs present in potato side streams for conversion into protein suitable for human nutrition.
Data availability. This whole-genome shotgun project has been deposited at DDBJ/ENA/GenBank under the accession numbers SIHX00000000 (Arthrobacter sp. S39) and SIHY00000000 (Arthrobacter sp. S41). The versions described in this paper are SIHX01000000 and SIHY01000000, respectively. Raw sequence reads are available under SRA accession numbers SRX5464543 (Arthrobacter sp. S39) and SRX5464544 (Arthrobacter sp. S41).
